£

A CC0374 : a putative DsbA homolog
CCO0375 : a putative DsbA homolog
CC1879 : CcScsC
CC0220 : CcPrxL
CC2210 : thiol:disulfide interchange protein TIpA
MNEVQSGQNGEEAKKRNPMRMALAGVILLGVAAVLYVIASASFKPSGPADLTEFK
KGAFEKLDVPATPRPAPTTVFTSMDGKPTTLADFKGRVVVMNLWATWCAPCKAE

MPTLAKLQAAYATQPVTVLPISVDRDSDLNLVREEMAANPPLVTYRDPSYKLSFDL
QPRAQGYPTTII'YDRQGRERARLAGPADWSAPEVRGIVEKLLAEK

CC3666 : hypothetical protein
MRSMRKAALSLFSLVLSGVVATLSWGGVAWAQKPPVVVELFTAQGCSSCGKAN
QVAADLAKQDGVLALTYAVDYWDYLGWKDTFAKPVFAERQRAYAKKFALRDVPTP
QMVVAGRVQASGTKAEAVEDLVKTAARARLNPPDMQFIGAARVAVGSGPAPRGG
GEVWLVRYDPREQDIAIKRGDNKGQTLVHRNVVRELVRLGPWAGKPKLYRLPAAN
DADLVTVVLVQGAKGGRILGVLQSAGEAKR

CC3674 : thiol:disulfide interchange protein CycY (CcmG homolog)
MKRWLAFSPLIVLVALAVLFAGYALQRDPRVQPQALVGKPMPALMLPDLDTGRPA
PLRQTGEGPILVNFFASWCAPCEVEHPQLMALKAQGVTVVGIAYKDAPANTQAFLT
RLGDPFAAKRVDRDGRAGLEFGVTGVPETYLVGSDGVIIAKHTGPLTPDAAEDLLK
QAK

CC0249 : SCO1/2 family protein
MPRHRLVLILACVVGLAVAVGLAWNVGVFRSEPAVTVGGPFELVDQNGAPTSEKA
LKGKWSAVFFGFTYCPDVCPGTLQGLAAATDQLGPKAKDFQIVFISIDPARDTVKQ
MKAYLSAPYVPKATIGLTGTQAQVDAAAKAYRVYHAKVGDGVDYTMDHSTAIYLMD
PKGRFKTVIPYNLPPDEIARRIKDAVREG

CC3503 : SCO1/2 family protein
MRAIALTLALLAATPLAGCGEKAAQDAAGAVIKIGGPFQLTDMNGKPVTEKSLLGK
PTAVFFGFTYCPEVCPTTLTEMTAWLKALGKDADKLNVVLITVDPERDTPAQLKEYL
SNFDPRIQGFTGTPDAIAKTARAYRVYYQKVPLDGGGYTIDHSSAIYLFDAKGRFVS
PIAYQAPQDRALGQLRDLLK
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CC_3672 Score = 99.8 bits (247), Expect = 8e-27, Method: Compositional matrix adjust
IS Identities = 65/204 (32%), Positives = 100/204 (49%), Gaps = 12/204 (6%)
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